Maximum likelihood phylogenetic tree created based on the alignment of RdRP sequences of polymycoviruses and related viruses belonging to the Superfamily 1 (S2-3 Tables) using the rtREV+G+I+F substitution model. Branches with bootstrap support lower that 50% were collapsed. At the end of the branches, circles indicate that the virus has a dsRNA genome and squares indicate that the virus has a ssRNA genome. Red, green and blue indicate that the virus infects fungi, plants and vertebrates respectively. Next to the virus family name the presence of a hexagon indicates that members of the family are known to be conventionally encapsidated. BbPmV-1 and BbPmV-2 are indicated by arrows.
